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The non-existent SARS-CoV-2 variants 


We have been explaining since March 2020 that no one has scientifically proven the 
existence of SARS-CoV-2 and in the year and a half since then we have provided rigorous 
evidence and arguments to prove it. Moreover, we have published an extensive and 
enlightening interview with the distinguished German biologist Stefan Lanka and a detailed 
summary of his research in which he explains that all Virology is based on an error of 
interpretation, that there are no infectious pathogenic viruses, that it is therefore impossible 
for the famous coronavirus to exist and, therefore, that there can be no "variants" caused 
by supposed mutations; neither of the much talked-about coronavirus nor of any other 


virus. Let's look at it. 





Officially, the SARS-CoV-2 virus blamed for Covid-79 is said to have mutated a lot in a short time, 
although there are only four "worrying" variants named Delta, Aloha, Gamma and Beta (the first 
four letters of the Greek alphabet). The first is now the most common in many countries and is 
considered twice as contagious as the others, as well as being capable of causing a more serious 
disease. A gratuitous argument that has allowed the world's major newspapers and magazines to 
make grandiose headlines and sensationalist articles, as well as many hours of television time for 
generalist channels, which, thanks to this, have been able to rekindle fear in society - sometimes 
rather panic - although it has now calmed down considerably because many people are fed up 


with false news and nonsensical and contradictory measures. And now they warn that the Delta 
variant can also infect those vaccinated (why are those who say that vaccines immunise so 
quiet?), the Gamma and Beta variants reduce the effectiveness of treatments as the body 
generates fewer antibodies, and the Alpha variant is more easily transmitted, with an equally 
greater risk of hospitalisation and death. 


This is the situation, dominated once again by intentionally catastrophic coverage that once again 
feeds and spreads fear. Now, are the "variants" being used to justify the obvious failure of the 
misnamed "Covid vaccines"? Because in Israel, one of the most vaccinated countries, "experts" 
are beginning to say that a fourth dose is probably needed! And yet the decision to give some 
people in the US a third dose has already led two senior US FDA officials to resign and publish an 
article in The Lancet against it (you can read it at https://www.thelancet.com/journals/lancet/ 
article/PIISO140-6736(21)02046-8/fulltext) which must not have gone down well with two of the 
prime movers of this farce: Neil Ferguson - responsible for the global lock-ups - and Anthony 
Fauci, Director of the US National Institutes of Health (NIH). 


In June this year the British BBC already broadcast a report in which it ironically asked whether 
"ever more dangerous" variants would continue to appear (https://www.bbc.com/mundo/ 
noticias-57453051). The BBC's health and science reporter, James Gallagher, jokingly said: "In 
its first variant the new coronavirus managed to start a devastating pandemic but now it is learning 
the job". And in the same jocular tone, Imperial College virologist Wendy Barclay said of it: "They 
settle in and then have a great time.” Oxford University researcher Aris Katzourakis, for his part, 
calls it "nonsense" to even try to put a limit on the number of possible variants: "There could 
easily be more jumps in transmission over the next two years. " 


But what exactly are scientists and journalists talking about when they use the term "variants"? 
How are they supposed to detect them and establish where they appear and who they affect? 
Moreover, does it make sense to talk about viral "variants" when the very existence of infectious 
viruses is now in question, even if no one wants to talk about it in public? 


WHAT DO VIROLOGISTS CALL "VARIANTS"? 


Let's start by explaining what a virologist means by "variant". Spanish researchers Gamero de 
Luna and Gamero Estévez recently sent a letter to the Editor of the journal Medicina de Familia 
(https://www.elsevier.es/es-revista-medicina-familia-semergen-40-avance-resumen- 
mutaciones-variantes-cepas-sars-cov-2-S1138359321000320) in which they talk precisely 
about the confusion that currently reigns among specialists themselves about terms such as 
"variant", "mutation" or "strain", something they already commented on in 2012 in a previous 
article published in Nature Public Health Emergency Collection (you can read it at https:// 
www.ncbi.nlm.nih.gov/pmc/articles/PMC3535543/). In it they also warn of the "total confusion" 
caused by the fact that different criteria are even used to name the same virus family, which is 
compounded by the fact that sequencing technologies and procedures have become cheaper 
and this means that there are more and more submissions to databases, making the process of 
reaching a consensus more difficult. 





Well, with regard to the issue at hand, the authors say: "Unfortunately, there is no universally 
accepted definition for the terms "strain", "variant" and "isolate" in the virological 
community. Most virologists simply copy the use of these terms from others". 


Then, in order not to add to the confusion, they refrain from proposing new terms but make some 
very significant clarifications. They say for example: "A virus, strain, variant or isolate always refers 
to populations, not to individual physical entities, so their descriptions are based on average 
properties". They add: "Thus, for example, the sequence of an isolate is a consensus sequence of 


the population of genomes present in the sample analysed". In other words, there are no individual 
viruses, but rather fragments of genetic information that differ from each other in such a way that, 


by consensus, an average sequence is established and presented as this or that virus. 


Further on, the authors comment: "Van Regenmortel defined a virus variant as an isolate or a set 
of isolates whose genome sequences (decided by consensus) differ from those of a reference 
virus, i.e. the term variant is often equated with mutant". 


Then, speaking of filoviruses - which according to official classifications belong to the same 
kingdom, group and domain as coronaviruses - the authors state this definition: "A natural 
filovirus variant is a natural filovirus that differs in its genomic consensus sequence from that of a 
reference filovirus by plus or minus 10%". To put this definition into perspective, it is worth 
remembering that this is precisely the difference between the genome of a human and that of a 
pig or acat. And remember that our genomic difference with a gorilla is less than 3% and witha 
chimpanzee 1%. In other words, for virologists, two variants of the same virus are only "slightly 
different" when in fact they differ as much as our genome differs from that of a pig or a cat! 


The media simply explain to the public that "variants" occur when viruses in an infected organism, 
while reproducing, make "copying errors" (technically called "mutation") and change their genetic 
code. And when many "mutations" occur, it is considered to be another "strain" of the virus. 
SARS-CoV-2 would therefore be a "strain" of the coronavirus family. And if the changes are few, 
then we speak of "variants". In the case of SARS-CoV-2, it is in fact estimated that there are 
already thousands of "variants" circulating, although only a few are considered "of interest" - 
they have been named Eta, lota, Kappa, Lambda and Mu - and others "of concern" (the four 
mentioned at the beginning of this article (for more details on these "variants" and others 
described as "notable", see https://es.wikipedia.org/wiki/Variantes_de_SARS-CoV-2). 


HOW ARE THE "VARIANTS" DISTINGUISHED? 


In short, once again we are faced with enormous confusion and contradictory statements. On the 
one hand, official documents from US institutions acknowledge that the PCR used to establish 
whether or not someone is infected with SARS-CoV-2 does not distinguish between variants and 
that the only way to do so is to sequence the genome once the virus in question has been 
detected. 


On the Delta Variant Frequently Asked Questions page of the US Department of State Health 
Services (https://www.dshs.state.tx.us/coronavirus/variant-faqs.aspx) you can read for 
example the following: 


Question: "How do I know if I have the Delta variant and do the labs report it to the state?” 
Answer: "Such information may not be readily available. The viral tests used to determine if a 
person has Covid-19 are not designed to tell you which variant is causing the infection. Detecting 
the Delta variant or other variants requires a special type of test called genomic sequencing. 
Because of the volume of Covid-19 cases, not all viral samples are sequenced. However, because 
the Delta variant now accounts for the majority of Covid-19 cases in the United States, there is a 
high probability that a positive test result indicates infection with the Delta variant.” 


Let's repeat that for the avoidance of doubt: "The viral tests used to determine whether a 
person has Covid-19 are not designed to tell which variant is causing the infection". 


And this is not an isolated statement. The American Lung Association's blog explains in an article 
entitled Everything you need to know about the Delta variant (https://www.lung.org/blog/ 

covid-19-delta-variant): "The usual Covid-19 tests do not detect which variant is involved in a 
patient's case; that information does not change the approach to care or therapy. Identification of 





the variant requires genomic sequencing, a process separate from regular testing that not all 
laboratories can do.” 


Leaving aside for now that we have demonstrated in previous articles the uselessness of PCR to 
detect SARS-CoV-2, what we have just said absolutely disqualifies everything they tell us about 
the incidence of the variants, their distribution, their greater or lesser danger... In short, all the data 
they use to insist on the use of masks or to justify new doses of vaccines because all this is based 
- as the above clearly states - on a "probability". And how is this probability calculated without the 
means to distinguish between variants? The answer is that it is calculated statistically. In other 
words, a percentage of the PCRs that are "positive" is sequenced and the result is extrapolated. 
And what percentage of positive PCRs are sequenced? We do not know for sure and it is likely 
that different countries follow different protocols. In any case, these are not hard data by country 
or region but assumptions based on statistics with percentages that many experts consider 





insufficient and therefore questionable. 


Kelly Wroblewski, director of the infectious disease section of the Association of Public Health 
Laboratories in the United States, told Business Insider (httos://www. businessinsider.com/covid- 
patients-cant-know-which-variant-infected-them-delta-2021-8) that more than 50 US laboratories 
can sequence coronavirus samples for variants but adds that she is not aware of any that have 





completed the validation process necessary to obtain federal permission: "The validation 
process is laborious and time consuming and requires a lot of information, data and resources. 
And the problem with variants is that they are constantly changing so you have to do a full 





validation every time a new variant comes along". 


Well, despite these strong statements, documents from the Spanish Ministry of Health talk about 
supposed tests that could distinguish between variants. Thus, the document Update of the 
epidemiological situation of SARS-CoV-2 variants of public health concern (VOC) and interest 
(VOI) in Spain (https://www.mscbs.gob.es/profesionales/saludPublica/ccayes/alertasActual/ 
nCov/documentos/COVID19_Actualizacion_variantes_20210816.pdf) states: "/nformation on 
the prevalence of the different variants is obtained from two sources. On the one hand, genome 
sequencing is carried out which allows the complete analysis of all possible mutations present and 
their assignment to a certain lineage. On the other hand, PCR screening tests capable of 


detecting one or more specific mutation(s) are performed, allowing a presumptive 
identification of the variants sharing that mutation or set of mutations.” 


And what exactly do they mean by "presumptive identification"? We don't know, but it doesn't 
exactly sound like a clear, straightforward, objective procedure, but rather, once again, like 
guesswork. 


THE DATA IN SPAIN 


According to the 6 August 2021 update of the Rapid Risk Assessment. SARS-CoV-2 variants of 
public health concern and interest in Spain (available at the following link: https:// 
www.mscbs.gob.es/profesionales/saludPublica/ccayes/alertasActual/nCov/documentos/ 
20210806-EER.pdf) "the dominant variant at this time in Spain is Delta, associated with increased 
transmissibility and a slight decrease in vaccine effectiveness (...) The risk is considered low in 
vaccinated population, high in unvaccinated people without risk factors and very high in vulnerable 
unvaccinated people (...) The prevention measures used so far are effective for all variants". Of 
course, the first recommendation of the report is to "Increase vaccination coverage rates. It is 
important that as many people as possible receive the full regimen in the shortest possible time". 
Well, the reader should know that FISABIO - one of the entities advising on the aforementioned 
report - received seventeen thousand euros from Pfizer in 2020 (we will see how much it receives 
this year) and that at the head of the advisors is Fernando Simon, the CDC's man in Spain. 


We will add that on 19 January this year the European Commission published a communiqué 
urging member states to increase the rate of sequencing because it considered that the then 
applied was not sufficient to identify the progression of variants or detect new ones. It called on 
states to sequence at least 5% - and preferably 10% - of positive test results, to minimise delays 
in results and to ensure data sharing. Well, despite this, according to the Spanish Epidemiological 
Surveillance System of 6 August 2021, the percentages for the first weeks were 0.31, 0.38, 0.45, 
0.86, 1.13, 1.68 and 2.61. From week 11 onwards there was a small rise and then the percentages 
fell again to around 3%. Only in weeks 23 to 25 is the 5% required by the European Commission 
exceeded... only to fall again in the last weeks for which data are available to 0.59 and finally to 
0.21 (the data can be consulted at: https://www.mscbs.gob.es/profesionales/saludPublica/ 
ccayes/alertasActual/nCov/documentos/COVID19_Actualizacion_variantes_20210816.pdf). 


THERE IS NO RELIABLE TEST FOR "VARIANTS". 
It seems clear that the required test for "variants" would only be genomic sequencing and that the 


sophisticated PCRs advertised in the media, capable of distinguishing between variants, are 
merely screening tests for epidemiological studies and not for diagnosis. 





In an article published on 19 August this year on the FactCheck website (https:// 
www.factcheck.org/es/2021/08/scicheck-usan-secuenciacion-para-identificar-delta-y- 
otras-variantes-del-coronavirus/) Angelo Fichera describes as "false and misleading" the 
claims of those who doubt the dangerousness of the Delta variant and even its very existence, 
gratuitously disqualifying those who allow themselves to simply ask how this and other variants 
are diagnosed. For which he quotes Dr. Benjamin Pinsky, Associate Professor of Pathology and 
Medicine at Stanford University (USA), who however does not seem to agree with him because his 


statement says exactly: "All diagnostic tests can detect the Delta variant but simply do not 
distinguish it from different lineages". In other words, the tests diagnose all SARS-CoV-2 
together, which is assumed to detect any variant without distinguishing it. Dr Atul Butte, 
Professor of Epidemiology at the University of California, also quoted, makes it clear that 





"sequencing tests are not clinical tests. These sequences are used for public health monitoring 
and epidemiology. 


In view of all this, we contacted Dr. Maria José Martinez Albarracin, a specialist in clinical 
analysis, who told us: "With regard to PCR tests to identify mutations in the S protein (spike) of 
SARS-CoV-2, it is necessary to know first of all whether they are approved by the FDA - since at 
the moment all PCRs for detecting this virus are only authorised under the emergency route - and, 
therefore, to know their guarantee and reliability". He adds: "In any case, to determine whether the 
mutations in the spike protein are constitutive of a ‘variant of interest', sequencing is necessary. 
Only sequencing is considered a valid or confirmatory test. And, of course, it must be done in 
a sufficient number of SARS-CoV-2 positive cases. PCR tests can only be valid as screening tests 
that need sequencing as a confirmatory test". 


In short, the very experts who defend the official story of the false pandemic contradict 
themselves and are incapable of explaining what exactly the "variants" are, let alone how they can 
be detected with guarantees, demonstrating that there are no adequate objective tests to detect 
them and analyse their distribution. Everything they say about them is based on assumptions, 
assumptions and statistical projections, which shows that the so-called "variants" are just another 
lie that they distribute here and there according to criteria that we do not know about, but which 
are extremely useful to them when it comes to forcing measures, imposing the use of masks or 
pressuring those who resist to get vaccinated. 


THERE CAN BE NO "VIRUS VARIANTS". 


And the lie becomes much more blatant and far-reaching when all the information we have been 
sharing with our readers is put on the table. Indeed, it is no longer a question of not being able to 
technically distinguish between "variants". It is not even the case that there cannot be "variants" 
of a virus that has not been isolated. What is really unusual is that no one has refuted Dr. Stefan 
Lanka's arguments and this implies that the whole of Virology is wrong - to say the least - and that 
the very term "variant" is totally meaningless as the entities that virology calls "viruses" do not 
exist and are in fact virtual artefacts constructed with computer programmes. In fact, the famous 
Genbank is nothing but a database, i.e. an electronic library made up of files in which sequences 
are represented by thousands of letters... Nothing to do with anything real, with biological entities. 


If you ask on the Internet about the isolation of the new coronavirus, you will find numerous pages 
of the media network that we have already analysed in several articles dedicated to spreading the 
official "truths" and convincing the general public that all the claims of the critics are hoaxes. The 
question is: do they do so with arguments and evidence, documentation and scientific 
references? The answer is NO. They do it by basically addressing an uneducated public and 
relying on arguments of authority: such an expert from such a university or medical centre claims 
that the virus has been isolated, exists and is to blame for millions of infections and hundreds of 
thousands of deaths... Or they put links to scientific articles that do not describe at all the initial 
isolation that would serve as proof of the existence of SARS-CoV-2. In reality, these sites have 
two advantages: one, that they address an uneducated public that cannot judge what is 


presented there; and two, that the vast majority of this public trusts the medical and scientific 
"authorities" - and if we hurry, even the political and media authorities - as long as they claim to 
speak in the name of science! 


Of the many pieces of evidence and proof that we have been gathering over the past year and a 
half - and that have also been appearing in the blogs of such prestigious investigative journalists 
as Jon Rappoport (Pulitzer Prize nominee), Jim West and David Crowe - we will highlight three 
that seem to us to be the most significant: 


1) Dr. Stefan Lanka made it clear in the extensive interview he gave us in March that so-called 
"viruses" do not exist as biological entities and are nothing more than computer constructs 
made with sophisticated software. 


2) Christine Massey asked numerous institutions and governments for evidence of SARS-CoV-2 
isolation and by 16 September 2021 104 institutions from 20 countries had responded. And ALL 
have responded acknowledging that they do not have any documentation to prove that SARS- 
CoV-2 has been isolated/purified (see her website for full details of the responses at https:// 
www.fluoridefreepeel.ca/fois-reveal-that-health-science-institutions-around-the-world- 
have-no-record-of-sars-cov-2-isolation-purification/). Y, 


3) Drs Andrew Kaufman and Thomas Cowan and journalist and nutrition researcher Sally Fallon 
Morell released a joint statement earlier this year that has now been signed internationally by 
nearly nine thousand people explaining the correct process of isolating and sequencing a virus to 
conclude that "None of these steps have even been attempted for SARS-CoV-2, nor have all of 
these steps been successfully performed for any of the so-called pathogenic viruses. Our research 
indicates that there is no study in the medical literature that shows the steps described" (you can 
read the statement in several languages at the following link: https://andrewkaufmanmd.com/ 
sovi-espanol ). 


In short, to claim that "variants" of a virus exist, one must first prove that the virus exists because 


it has been isolated and sequenced. And one must also refute Dr. Stefan Lanka's assertion about 
Virology as a whole and prove that viruses are indeed pathogenic biological entities. 


Jesus Garcia Blanca 


